We report here the draft genome sequence of Streptomyces mutabilis TRM45540, a strain isolated from a soil sample from Xinjiang, China. Analysis of the genome using the bioinformatics tool antiSMASH showed the presence of many unique naturalproduct biosynthetic pathways.
treptomyces mutabilis TRM45540 was originally isolated from a soil sample from Loulan in Xinjiang, China (89°22=22ЉE 40°29=55ЉN). It produces the antibiotic actinomycin D, which is active against a broad range of pathogens, such as the pathogens of cotton, Fusarium oxysporum f. sp. vasinfectum and Verticillium dahlia Kleb, for which the diameter of the inhibition zone was 83 mm.
The genome of S. mutabilis TRM45540 was sequenced with a mixed strategy using an Illumina HiSeq 2000 platform. Two different sequencing libraries, a 500-bp paired-end and 6,000-bp mate-pair library, were used. Sequencing yielded 230-fold genome coverage. Assembly of all sequence reads (1,002-Mbp paired-end reads and 808-Mbp mate-pair reads) applying the SOAPdenovo 1.05 software (1) resulted in a draft genome comprising 39 scaffolds, with 41 contigs with an N 50 size of 2,626,853 bp and a longest contig of 3,410,897 bp. The total scaffold size was determined to be 7,828,944 bp, with a GϩC content of 71.6%. Genome annotation was accomplished using the Rapid Annotations using Subsystems Technology (RAST) server (2) . Briefly, proteincoding genes were identified using Glimmer version 3.0 (3). Ribosomal RNAs were predicted by a sequence similarity search using BLAST against an RNA sequence database and/or using the Infernal and Rfam models (4, 5) . Transfer RNAs were predicted using tRNAscan-SE (6). The predicted coding sequences (CDSs) were translated and used to search the National Center for Biotechnology Information (NCBI) nonredundant (NR), UniProt, TIGR-Fam, Pfam, PRIAM, KEGG, COG, Swiss-Prot, TrEMBL, GO, and InterPro databases. Other noncoding genes were predicted using Infernal 1.0 (7). Additional gene prediction analysis and functional annotation were performed within the Integrated Microbial Genomes-Expert Review (IMG-ER) platform (8) . Gene prediction revealed 7,526 protein-coding genes, 6 rRNA operons, and 43 tRNA genes. Among these protein-coding sequences, 5,408 (71.86%) have been assigned to a COG functional category (9) .
The complete genome sequence includes a number of gene regions devoted to the biosynthesis of secondary metabolites. Scanned by antiSMASH (10), we found 6 type I, 2 type II, and 1 type III polyketide biosynthetic gene clusters and 2 nonribosomal peptide synthetase biosynthetic gene clusters. Also, we found 5 gene clusters for a terpenoid-like bioactive substance, which possess significant antibiotic properties and cancer cell cytotoxicities (11) .
The S. mutabilis TRM45540 genome sequence provides us the opportunity to further understand the evolutionary relationship between Streptomyces strains, to explain the physiological mechanism for its growth in hypersaline soil, and to screen more active metabolites applied in agriculture and pharmacy.
Nucleotide sequence accession number. The S. mutabilis TRM45540 draft genome sequence was deposited in the NCBI database under the accession no. JNFQ00000000. The version described in this paper is the first version.
